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Early plants began colonizing the terrestrial earth approximately 450 million years ago.
Their success on land has been partially attributed to the evolution of specialized metabolic
systems from core metabolic pathways, the former yielding structurally and functionally
diverse chemicals to cope with a myriad of biotic and abiotic ecological pressures. Over
the past two decades, functional genomics, primarily focused on ﬂowering plants, has
begun cataloging the biosynthetic players underpinning assorted classes of plant special-
ized metabolites. However, the molecular mechanisms enriching specialized metabolic
pathways during land plant evolution remain largely unexplored. Selaginella is an extant
lycopodiophyte genus representative of an ancient lineage of tracheophytes. Notably, the
lycopodiophytes diverged from euphyllophytes over 400 million years ago. The recent
completion of the whole-genome sequence of an extant lycopodiophyte, S. moellendorfﬁi,
provides new genomic and biochemical resources for studying metabolic evolution in
vascular plants. 400 million years of independent evolution of lycopodiophytes and
euphyllophytes resulted in numerousmetabolic traits conﬁned to each lineage. Surprisingly,
a cadre of specialized metabolites, generally accepted to be restricted to seed plants, have
been identiﬁed in Selaginella. Initial work suggested that Selaginella lacks obvious catalytic
homologs known to be involved in the biosynthesis of well-studied specialized metabolites
in seed plants. Therefore, these initial functional analyses suggest that the same chemical
phenotypes arose independently more commonly than anticipated from our conventional
understanding of the evolution of metabolism. Notably, the emergence of analogous and
homologous catalytic machineries through convergent and parallel evolution, respectively,
seems to have occurred repeatedly in different plant lineages.
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INTRODUCTION
Selaginella, also known as spikemoss, is the only surviving genus
within the Selaginellaceae family. Selaginella includes more than
700 species widely distributed around the globe (Little et al.,
2007). Selaginellaceae, together with the other two extant families
Lycopodiaceae (clubmosses) and Isoetaceae (quillworts) within
the division Lycopodiophyta, comprise the oldest lineage of vascu-
lar plants surviving on earth (Banks, 2009). Fossil records suggest
that lycopodiophytes, often referred to as lycophytes, diverged
from all other vascular plants including ferns and seed plants
(euphyllophytes) more then 400 million years ago (Pryer et al.,
2004; Figure 1A). Lycophytes dominated the earth ﬂora during the
Carboniferous period encompassing a tremendous expansion of
terrestrial life roughly 360million years ago (Stewart andRothwell,
1993; Banks, 2009).
Unlike extant lycophytes, which are typically small in stature,
many extinct lycophytes, such as the celebrated lepidodendrales
(scaled trees), grew to enormous heights (Stewart and Rothwell,
1993). Those giant lycophytes formed vast swamp forests, result-
ing in an interval of tremendous carbon ﬁxation by terrestrial life,
precipitating a signiﬁcant drop of atmospheric CO2 levels during
the late Paleozoic era (Berner, 1993; Berner et al., 2000). Indeed,
70% of the biomass responsible for the Bashkirian and Moscovian
coal formations in Euramerica came from lycophytes (Manfroi
et al., 2012). As one of the few lycophyte genera that survived
the Permian–Triassic extinction event, Selaginella has been a long-
standing subject of investigation for botanists and paleontologists.
The recent completion of the whole-genome sequence of S. moel-
lendorfﬁi now opens new avenues for integrating (paleo)botany
with comparative plant genomics, development, and biochemistry
to better understand the evolution and adaptation of terrestrial
plants to a myriad of challenging ecosystems (Banks, 2009; Banks
et al., 2011).
Plants began their migration from an aquatic existence onto
land during the mid-Ordovician period approximately 450 mil-
lion years ago, and over the ensuing 40 million years spread
across the terrestrial earth. In addition to key developmental inno-
vations, early terrestrial plants began the extensive elaboration
of specialized metabolic networks (Figure 1B). These systems,
rooted in core metabolism, biosynthesize a plethora of chemicals,
often known as “secondary” metabolites, as adaptive strategies to
challenging biotic and abiotic ecological pressures (Weng et al.,
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FIGURE 1 | (A) A simpliﬁed cladogram illustrating the phylogeny of the green
plant lineage. Selaginella is the only genus under the order Selaginellales
(highlighted in red), and represents an ancient lineage of vascular plants,
lycopodiophytes. (B) A representative expansion of enzyme families
implicated in specialized metabolism during plant evolution. The gene number
for each enzyme family counted per haploid genome from ﬁve species
representative of the green plant lineage is shown. The proportion of the sum
of these genes in relation to the haploid gene complement is denoted on top
of each bar. Due to our currently limited knowledge of the temporal
expression and biochemical function of specialized metabolic enzymes, the
enzyme families and numbers of members listed likely underestimate the
true biosynthetic potential of any green plant.
2012). Many of these chemicals, e.g., cuticular components and
phenolic compounds, are ubiquitous in all extant land plants, pro-
viding essential chemical protectants against desiccation and UV
radiation. Other specialized metabolites, including those that con-
stitute colors, ﬂavors, and scents, often occur in a lineage-speciﬁc
manner, playing specialized roles for the host species in their
unique ecological niches (Weng et al., 2012).
Our current understanding of plant specialized metabolism
and its evolutionary underpinnings has been primarily driven by
studying ﬂowering plants, ranging from well-established model
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species, e.g.,Arabidopsis and rice (Romeo, 2004; D’Auria and Ger-
shenzon, 2005), to reference species including medicinal plants
with notable pharmacological properties, e.g., Madagascar peri-
winkle and opium poppy (Facchini and De Luca, 2008; De Luca
et al., 2012). These studies revealed tremendous chemodiver-
sity in ﬂowering plants, echoing their extensive speciation and
global domination over the last 170 million years following the
Permian–Triassic extinction event (Wikstrom et al., 2001).
Probing chemodiversity and its underlying specialized
metabolic systems in Selaginella, a genus that diverged from all
euphyllophytes over 400 million years ago, should accelerate our
systematic and integrated understanding of plantmetabolic evolu-
tion over amuch longer time scale. The inclusion of a phylogenetic
diversity of reference plant species representing a more complete
genomic and metabolic record of terrestrial life in plant biol-
ogy promises to illuminate how metabolic evolution shaped the
remarkable adaptability and biodiversity seen in terrestrial plants
living today (Figure 1B). This rapidly expandingmolecular under-
standing of plant adaptation over the last 450 million years of
varied climates also portends a future where our ability to predict
and ﬁne-tune plant ﬁtness in the face of global climate change will
serve as an essential component in the sustainability of the global
food chain.
In addition, as a genus with a global distribution pattern,
Selaginella has long been recognized for its pharmacological activ-
ities as evidenced by its extensive use by indigenous cultures
in herbal medicines and tonics. The earliest documentation of
Selaginella-based treatments appeared in Shen Nong Ben Cao
Jing (The Divine Farmer’s Materia Medica) in 2737 BC, where
Selaginella was used to treat inﬂammation, amenorrhea, and
abdominal lumps in women (Yang and Flaws, 1998). S. bryopteris
or sanjeevani (one that infuses life) has been used for centuries in
Indian ayurvedic medicine to treat burning urination, menstrual
irregularities, and jaundice (Sah et al., 2005). Despite a long history
of Selaginella being used as an herbal remedy and tonic, the sci-
entiﬁc basis underpinning its efﬁcacy in treating various maladies
is lacking. Over the last several decades, the isolation and struc-
tural elucidation of natural chemicals from the Selaginella genus
has expanded and several compounds are now being tested for
pharmacological efﬁcacy using established protocols (Setyawan,
2011). The documented record of the Selaginella genus as a
source of medicinal plants, when complemented by genomics,
metabolomics, and drug discovery, will serve as a foundation
for unanticipated breakthroughs in the development of therapeu-
tic and disease prevention agents from a currently understudied
medicinal plant family.
This overview of a currently underappreciated plant species
should provide readers with an accessible and up-to-date reference
of specialized metabolites and their associated biosynthetic path-
ways identiﬁed in the Selaginella genus. We also hope that some
of the concepts regarding Selaginella small molecule biosynthesis,
drawn from comparative genomics and initial gene annotation,
will stimulate more in-depth functional studies of the evolution-
ary and biochemicalmechanisms of metabolism in the green plant
lineage. More speciﬁcally, an argument can be made for technol-
ogy development to ultimately move Selaginella from its current
role as a reference species to a future model system.
Here 130 natural products, previously reported from
Selaginella, were sorted into six of the major categories of plant
specializedmetabolites including ﬂavonoids, lignans, selaginellins,
other phenolics, alkaloids, and terpenoids. Moreover, by inte-
grating chemotaxonomic, phylogenetic, and enzymological infor-
mation drawn from multiple plant genomes into a contem-
porary understanding of plant metabolism, we posit plausible
biosynthetic routes through which different classes of specialized
metabolites might be biosynthesized in Selaginella.
Throughout this review, convergent evolution is separated from
parallel evolution. This is possible as protein folds associated
with speciﬁc biochemical activities can often be unequivocally
established. By using homologous protein structures as precise
characteristics delineating descent from a common ancestral fold,
parallel and convergent evolution are explicitly separated (Zhang
and kumar, 1997).When ancestral descendants possessing distinct
biochemical activities but a shared structural lineage nevertheless
contemporarily evolve to synthesize the same metabolite, the term
parallel evolution is used. When distinct protein structures shar-
ing no structural similarity result in the synthesis of the same
metabolite, the term convergent evolution is employed.
During the course of genome analysis and the cataloging of
the diversity of small molecules produced by Selaginella species,
it became clear that many of the specialized metabolites have
occurred repeatedly during land plant evolution. This observation
extends our current understanding of the independent radia-
tion of specialized metabolic enzyme families through parallel or
convergent evolution of the biosynthesis of identical metabolites
(Figure 2).
FLAVONOIDS
Phenolic ﬂavonoids are a widespread class of polyketide- and
phenylpropanoid-derived specializedmetabolites found in all land
plants (Grotewold, 2006). Important ﬂavonoids include antho-
cyanins, condensed tannins, and phlobaphenes. Many serve as
UV sunscreens as well as important color cues for pollinators and
seed dispersers particularly in ﬂowering plants. Other ﬂavonoids
function as phytoalexins and antifeedants in plant defense against
pathogens and herbivores, respectively (Winkel-Shirley, 2001).
Certain ﬂavonoids are also known to mediate signaling pro-
cesses between plants and their symbiotic microbes (Hassan and
Mathesius, 2012). Common ﬂavones and ﬂavanones with vari-
ous hydroxy or methoxy substitutions at carbon positions 5, 7,
and 3′ (1–6) are found in Selaginella species (Zheng et al., 2004b;
Cao et al., 2009; Yang et al., 2010; Yobi et al., 2012; Figure 3A).
The identiﬁcation of 3′-hydroxylated or methoxylated ﬂavones
such as luteolin (2) and chrysoeriol (3) in Selaginella suggests that
Selaginella must contain a ﬂavonoid 3′-hydroxylase (F3′H) activ-
ity and a ﬂavonoid 3′-O-methyltransferase (F3′OMT) activity.
In ﬂowering plants, F3′H and F3′OMT catalyze sequential reac-
tions in anthocyanin biosynthesis, forming an important branch
pathway in tuning ﬂower color (Brugliera et al., 1999; Kim et al.,
2006).
Interestingly, infrequently found 6′-deoxychalcone and its
glucoside (7, 8), as well as its cyclized ﬂavanone derivative
4′,7-dihydroxyﬂavanone (5), which are often thought to be
restricted to legumes, are also found in S. doederleinii (Yang
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FIGURE 2 | Examples of divergent, parallel, and convergent evolution in
plant specialized metabolism. (A) A cladogram showing the phylogenetic
relationship of several land plant type III polyketide synthases (PKSs) involved
in specialized metabolism.Whereas the expansion of enzyme families by
duplication and selection over time leads to functional divergence among
descendants, identical biochemical functions do arise independently from
homologous ancestral forms through parallel evolution. 2PS, 2-pyrone
synthase; CHS, chalcone synthase; PCS, pentaketide chromone synthase;
STS, stilbene synthase. (B) Divergence of three plant type III PKSs, 2PS,
CHS, and PCS. Mutational trajectories reshape the volume of the active sites
(green surface representation) directly correlated with divergent biochemical
functions. (C) An overlay of the active sites of CHS from alfalfa (green) and
two STSs from pine (magenta) and peanut (yellow), respectively. Parallel
evolution of STSs from CHSs in several plant lineages involves distinct
mutational trajectories in otherwise homologous three-dimensional
structures. These mutations at disparate positions in the STSs’ primary
sequences lead to the same conformational shifts of Thr132 in the active sites
(red arrow). These separate alterations of the same structural component
dictate a switch from cyclization by Claisen condensation in CHSs to
cyclization by aldol condensations in STSs. (D) Convergent evolution of
ﬂavone synthases (FNS) in plants.Whereas most ﬂowering plants examined
to date contain type II FNSs belonging to the cytochrome P450 enzyme
family, plants in the Apiaceae employ type I FNSs belonging to the
non-homologous 2-oxoglutarate-dependent dioxygenase family.
et al., 2010; Figures 3A,B). In legumes, the production of 6′-
deoxychalcone requires an additional chalcone reductase (CHR;
Bomati et al., 2005), and the cyclization of the resultant product,
6′-deoxychalcone (7) to 4′,7-dihydroxyﬂavanone (5), requires spe-
cialized chalcone isomerases (CHIs). To date, these activities have
only been found in the Fabaceae family (Maxwell et al., 1989).
Thepresenceof 4′,7-dihydroxyﬂavanone (5) inSelaginella suggests
that Selaginella may contain a 6′-deoxychalcone-derived ﬂavonoid
biosynthetic pathwayhomologous or analogous to that in legumes.
Several ﬂavonoids with unusual modiﬁcations were reported
in Selaginella (Figure 3C). For example, 6-(2′′-hydroxy-5′′-
carboxyphenyl)-apigenin (9) was isolated from S. tamariscina (Liu
et al., 2010), and 5-carboxymethyl-4′,7-dihydroxyﬂavone (10) and
its ethyl/butyl esters (11, 12) were reported in S. moellendorfﬁi
(Zhu et al., 2008; Cao et al., 2009; Wang et al., 2011). Biosynthet-
ically, compound 9 can be generated from radical coupling of
apigenin and p-hydroxy benzoic acid. The core chemical scaffold
of compounds 10–13 were recently proposed to be synthesized by
an non-canonical chalcone synthase (CHS)-like type III polyke-
tide synthase (PKS) capable of an additional 2-carbon extension
resulting from the decarboxylative condensation of malonyl-CoA
(Austin and Noel, 2003; Cao et al., 2009).
Besides monomeric ﬂavonoids, Selaginella is a rich source for
biﬂavonoids (Setyawan, 2011). Medicinally, biﬂavonoids associate
with assorted pharmacological properties including antimicrobial,
antiviral, anticancer, anti-inﬂammatory, and anti-ﬁbrillogenesis
activities (Ma et al., 2001; Tang et al., 2003; Pan et al., 2005;
Setyawan, 2011; Thapa et al., 2011). Seven dimeric linkage types
are found in biﬂavonoids isolated from Selaginella, including 2′–
8′′ (14), 3–3′′′ (15), 3′–6′′ (16–21), 3′–8′′ (22–36), 3-O-4′′′ (37),
3′-O-4′′′ (38), and 4′-O-6′′ (39–47; Lin et al., 1994, 2000; Silva
et al., 1995; Lee et al., 1996, 2008, 2009; Sun et al., 1997; Ma et al.,
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FIGURE 3 | Flavonoids identified from Selaginella. (A) Common ﬂavones
and ﬂavanones: apigenin (1), luteolin (2), chrysoeriol (3), genkwanin (4),
4′,7-dihydroxyﬂavanone (5), 4′,5,7-trihydroxyﬂavanone (6). (B) Chalcones:
6′-deoxychalcone (7), 6′-deoxychalcone, 4-O-β-glucoside (8). (C) Flavones
with unusual ring substitutions: 6-(2′′-hydroxy-5′′-carboxyphenyl)-apigenin (9),
5-carboxymethyl-4′,7-dihydroxyﬂavone (10), 5-carboxymethyl-4′,7-dihydroxy
ﬂavone ethyl ester (11), 5-carboxymethyl-4′,7-dihydroxyﬂavone butyl ester
(12), 5-carboxymethyl-4′,7-dihydroxyﬂavone-7-O-β-D-glucopyranoside (13). (D)
Biﬂavonoids: 2′,8′′-biapigenin (14), taiwaniaﬂavone (15), 7,4′-di-O-methylrobus
taﬂavone (16), 7′′-O-methylrobustaﬂavone (17), 4′-O-methylrobustaﬂavone
(18), robustaﬂavone (19), 7,4′-di-O-methyl-2′′,3′′-dihydrorobustaﬂavone (20),
7,4′,7′′-tri-O-methyl-2′′,3′′-dihydrorobustaﬂavone (21), 7,4′,7′′,4′′′-tetra-O
-methylamentoﬂavone (22), kayaﬂavone (23), heveaﬂavone (24), ginkgetin
(25), 7,7′′-di-O-methylamentoﬂavone (26), 4′,7′′-di-O-methylamento
ﬂavone (27), isoginkgetin (28), bilobetin (29), podocarpusﬂavone A (30),
sostetsuﬂavone (31), amentoﬂavone (32), sumaﬂavone (33), 2,3-dihy
droamentoﬂavone (34), 2′′,3′′-dihydroamentoﬂavone (35), tetrahy
droamentoﬂavone (36), delicaﬂavone (37), ochnaﬂavone (38), crypto
merin B (39), pulvinatabiﬂavone (40), 7-O-methyl-hinokiﬂavone (41),
isocryptomerin (42), hinokiﬂavone (43), 2′′,3′′-dihydroisocryptomerin (44),
2,3-dihydrohinokiﬂavone (45), 2′′,3′′-dihydrohinokiﬂavone (46), tetrahy
drohinokiﬂavone (47).
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2001, 2003; Kang et al., 2004; Cheng et al., 2008; Feng et al., 2008;
Zheng et al., 2008, 2011; Zhu et al., 2008; Cao et al., 2009, 2012;
Liu et al., 2010; Setyawan, 2011; Wu and Wang, 2011; Yang et al.,
2011; Zhang et al., 2011, 2012a; Figure 3D). Although little is
known about the mechanisms governing biﬂavonoid crosslinks in
plants, biﬂavonoids likely dimerize via radical coupling reactions
mediated by peroxidases (Yamaguchi and Kato, 2012), a catalytic
reaction shared with lignan and lignin biosynthesis (Umezawa,
2003; Ralph et al., 2004).
Indeed, S. moellendorfﬁi contains 79 annotated class III
peroxidase-like sequences, accounting for 3.5‰ of the current
genenumber of the genome (Weng andChapple,2010; Figure 1B).
These gene quantities rival those of several sequenced ﬂowering
plant species, and greatly exceed those of the basal bryophyte
moss Physcomitrella patens (Weng and Chapple, 2010; Figure 1B).
Presumably, a fraction of these class III peroxidase sequences
encode functional enzymes catalyzing the regioselective cou-
pling reactions central to the biosynthesis of structurally diverse
biﬂavonoids in Selaginella.
Selaginella biﬂavonoids, particularly those containing the 3′–
8′′, 3′–6′′, and 4′-O-6′′ linkages, also are decorated by extensive
structural elaborations includingO-methylation, 2,3-desaturation
of the naringenin unit, and 6′′-hydroxylation in the case of
the 3′–8′′ linked sumaﬂavone (33; Figure 3D). The presence
of these compounds indicates the involvement of catalytically
divergent and convergent OMTs, hydroxylases, and ﬂavone syn-
thases (FNSs). It is noteworthy that ﬂowering plants typically
contain two structurally and catalytically convergent types of FNS
(Figure 2D). In most of the plant species examined to date, the
production of ﬂavones from (2S)-ﬂavanones is catalyzed by the
membrane-bound cytochrome P450 FNS II. However, in Api-
aceae, this reaction is catalyzed by a soluble type I FNSbelonging to
the 2-oxoglutarate-dependent dioxygenase family (Leonard et al.,
2005). Homology-based searches using either of the convergent-
derived angiosperm type I FNS or type II FNS sequences against
the Selaginella genome failed to retrieve clear homologs of either
type of FNS. It is possible that Selaginella contains a distinct type I
or II FNS. A functional FNS may have evolved independently from
those found in other vascular plants over a time period sufﬁcient
so that the extant sequences do not clearly clade with their coun-
terparts in ﬂowering plants. Alternatively, Selaginella FNSs may
encompass a distinct lineage of either 2-oxoglutarate-dependent
dioxygenases or cytochrome P450s through parallel evolution or
yet another oxidase family through convergent evolution.
LIGNANS
Lignans constitute another group of plant polyphenolics. The
core chemical scaffold of lignans are dimeric phenylpropanoid
units, including allylphenols and hydroxycinnamyl alcohols and
acids, generated through oxidative coupling of radical subunits
produced by the actions of laccases or peroxidases (Umezawa,
2003). A number of lignans with shared β-β′/γ-O-α′/α-O-γ′
(48–50), β-β′/γ-O-γ′ (51–55), and β-β′/α-O-γ′ (56–57) linkages
were identiﬁed in Selaginella species (Lin et al., 1994; Pan et al.,
2001; Feng et al., 2009; Wu and Wang, 2011; Figures 4A–C).
Notably, compounds 48–50 result from dimeric sinapoyl alcohol
units, consistent with the ﬁnding that Selaginella deposits sinapoyl
alcohol-derived polymeric syringyl (S) lignin, a lignin typemistak-
enly thought tobe restricted toﬂoweringplants (Towers andGibbs,
1953;Weng et al., 2008). Indeed, recent structure–function studies
showed that Selaginella and ﬂowering plants have independently
evolved through parallel evolution distinct biosynthetic pathways
leading to the biosynthesis of the sinapoyl alcohol monomer
(Weng et al., 2010, 2011).
Selaginella species also contain neolignans, harboring β-5′ (58),
or β-5′/α-O-4′ (59, 60) linkages (Figure 4D; Bi et al., 2004; Zheng
et al., 2004b,c; Feng et al., 2008; Wang et al., 2010a). Interest-
ingly, compounds 58–60 are dimers of a sinapoyl alcohol unit
and either a p-hydroxylated m-methoxylated acetophenone or a 1-
phenylethanol unit. Acetophenone and 1-phenylethanol aremajor
volatile compounds emitted from the ﬂowers of Camellia sinen-
sis (Dong et al., 2012). While acetophenone is possibly derived
from the general phenylpropanoid pathway through β-oxidation
of a β-oxo phenyl propionic acid intermediate, 1-phenylethanol is
a reduced product synthesized from acetophenone (Dong et al.,
2012). The presence of compounds 58–60 in Selaginella sug-
gests that Selaginella may have acquired or independently evolved
through convergent or parallel evolution the ability to synthesize
acetophenone and 1-phenylethanol.
A recent study also reported the identiﬁcation of two unusual
secolignans from S. sinensis (61, 62; Feng et al., 2009; Figure 4E).
Secolignans may derive from a matairesinol-type lignan precursor
(51) through an intramolecular rearrangement that transfers the
phenyl group of one monomer unit on to the α-carbon of the
second monomer unit. To date, secolignans have only been found
in the angiosperm genera Peperomia (Monache and Compagnone,
1996), Justicia (Kavitha et al., 2003), andUrtica (Wang et al., 2008),
suggesting yet another case of independent occurrences of similar
metabolic traits in distantly related species.
SELAGINELLINS
Selaginellins are another group of polyphenolics with a chemical
scaffold only found to date in the Selaginella genus (Figure 5).
Selaginellin (63), the ﬁrst member of this compound class, was
identiﬁed in S. sinensis (Zhang et al., 2007). Selaginellin (63) was
isolated as a racemic mixture, containing a p-quinone methide
unit and an alkynylphenolmoiety (Zhang et al., 2007). Selaginellin
undergoes an unusual pH dependent shift of its UV–Vis absorp-
tion spectrum thought to serve as a tunable pigment in planta
(Zhang et al., 2007). Todate, 14 additional compounds structurally
related to selaginellin (64–77) havebeen identiﬁed fromSelaginella
species (Cheng et al., 2008; Tan et al., 2009; Cao et al., 2010a,b; Xu
et al., 2011a,b,c; Zhang et al., 2012a; Figure 5). Pharmacological
studies demonstrate that selaginellin (63) confers protective effects
on differentiated neuronal cells cultured in vitro under different
apoptotic conditions, making selaginellins interesting targets for
exploring new neuroprotective agents (Wang et al., 2009; Zhang
et al., 2012b).
Analogous to taxol in Taxus brevifolia (Croteau et al., 2006),
selaginellins represent a group of highly elaborated plant natu-
ral products, requiring complex multistep metabolic pathways for
their biosynthesis. Curiously, in both cases, our current knowledge
base suggests that each is restricted taxonomically to only a single
genus. Based on the structural information gathered for all the
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FIGURE 4 | Lignans identified from Selaginella. (A) Lignans with the β-β′/
γ-O-α′/ α-O-γ′ linkage: (−)-lirioresinol A (48), (+)-syringaresinol (49),
(+)-syringaresinol-4,4′-di-O-β-D-glucopyranoside (50). (B) Lignans with the
β-β′/ γ-O-γ′ linkage: matairesinol (51), wikstromol (52), notracheloside (53),
matairesinol-4,4′-di-O-β-D-glucopyranoside (54), styraxlignolide D (55). (C)
Lignans with the β-β′/α-O-γ′ linkage:lariciresinol (56), lariciresinol
-4-O-β-glucopyranoside (57). (D) Neolignans: tamariscinoside B (58), (2R,3S)-
dihydro-2-(3′,5′-dimethoxy-4′-hydroxyphenyl)-7-methoxy-5-acetyl-benzofuran




selaginellins identiﬁed to date, a putative biosynthetic pathway for
selaginellins was advanced recently (Shi et al., 2012). In this pro-
posed pathway, theA ring of selaginellins is derived from orsellinic
acid (OA), presumably produced by a structurally basic type III
PKS through three decarboxylative condensations using malonyl-
CoA on an acetyl CoA starter and a terminating aldol cyclization
(Shi et al., 2012). Interestingly, the occurrence of OA has been doc-
umented in several fungal species, e.g., Penicillium madriti and
Aspergillus nidulans, wherein OA is produced by structurally com-
plex iterative type I PKSs (Gaucher and Shepherd, 1968; Schroeckh
et al., 2009; Sanchez et al., 2010). The functionally analogous over-
lap of type I and type III PKSs used for the biosynthesis of similar
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FIGURE 5 | Selaginellins identified from Selaginella. Selaginellin (63), Selaginellin A (64), Selaginellin B (65), Selaginellin C (66), Selaginellin D (67),
Selaginellin E (68), Selaginellin F (69), Selaginellin I (70), Selaginellin J (71), Selaginellin M (72), Selaginellin N (73), Selaginellin G (74), Selaginellin K (75),
Selaginellin L (76), Selaginellin H (77).
or identical polyketides is not unusual as this is seen for the
biosynthesis of tetrahydroxynaphthalene (Austin et al., 2004).
In selaginellins, the E ring, derived from a phenol, is installed
onto the OA core through oxidative radical coupling (Shi et al.,
2012). The linkage between A and B rings is postulated to form
through a benzoin condensation of twophenylaldehyde functional
groups, an interesting but often overlooked catalytic reaction
probably mediated by thiamin diphosphate-dependent benzalde-
hyde lyase-type enzymes (Pohl et al., 2002). The resultant benzoin
moieties further reduced to a vicinal diol intermediate, followed
by dehydration to yield selaginellin L (76), carrying the sig-
nature alkynyl group. The C and D rings are then added to
the core skeleton through additional radical coupling reactions,
which, accompanied by other modiﬁcations, gives rise to struc-
turally diverse selaginellins (Shi et al., 2012). Selaginellin H (77),
reported from S. tamariscina, is proposed to be derived from OA
through a similar mechanism, but without installation of the B
ring (Cao et al., 2010b; Shi et al., 2012). Following C and D ring
insertion, lactonization gives rise to the 5-membered lactone ring
(Shi et al., 2012).
OTHER PHENOLICS
Simple phenylpropanoids, such as caffeic acid (78), ferulic acid
(79), and syringin (80) have been isolated from Selaginella species
(Figure 6A; Bi et al., 2004; Feng et al., 2009; Xu et al., 2011a).
Benzenoids, including ring-substituted benzoic acids and their
derivatives (81–84), were also identiﬁed in Selaginella (Figure 6A;
Bi et al., 2004; Feng et al., 2008). The β-oxidative pathway for
benzenoid biosynthesis from cinnamic acid to benzoyl-CoA was
recently resolved in petunia, and encompasses four reactions cat-
alyzed by three peroxisome-localized enzymes: cinnamate-CoA
ligase (CNL), cinnamoyl-CoA hydratase-dehydrogenase (CHD),
and 3-ketoacyl-CoA thiolase (KAT; Van Moerkercke et al., 2009;
Klempien et al., 2012; Qualley et al., 2012). Homology searches
readily identiﬁed highly conserved homologs of these three
enzymes from both S. moellendorfﬁi and P. patens, suggesting
that the core β-oxidative pathway in benzenoid metabolism is
conserved among vascular and non-vascular land plants.
Tamariscina ester A (84), a phenolic ester uniquely associated
with the Selaginella genus (Bi et al., 2004), is derived from acy-
lation of the p-hydroxyl group of vanillic acid using an activated
m-hydroxylated hydrocinnamic acid derivative. The majority of
the acylation reactions in plant specialized metabolism character-
ized to date are catalyzed by enzymes belonging the plant BAHD
acyltransferase family (D’Auria, 2006). Comparative genomics
suggests that the plant BAHD family radiated extensively but in
a parallel fashion in the lycophyte and ﬂowering plant lineages,
respectively (Banks et al., 2011). The presence of putative BAHD
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FIGURE 6 | Other phenolic compounds identified from Selaginella. (A)
Simple phenylpropanoids: caffeic acid (78), ferulic acid (79), syringin (80).
Benzenoids: 4-hydroxybenzoic acid (81), vanillic acid (82), syringic acid (83),
tamariscina ester A (84). (B) Uncommon phenylpropanoid derivatives:
neolloydosin (85), 3-hydroxy-1-(4-hydroxy-3-methoxyphenyl)propan-1-one (86),
3-hydroxy-1-(4-hydroxy-3,5-dimethoxyphenyl)propan-1-one (87), arbutin (88),
1-(4′-hydroxy-3′-methoxyphenyl)glycerol (89). (C) Coumarins: umbelliferone
(90), 3-(4-hydroxyphenyl)-6,7-dihydroxycoumarin (91), isopimpinellin (92).
(D) Anthraquinones and chromones: chrysophanol (93), emodin (94),
physcion (95), aloe-emodin (96), chrysophanol-8-O-glucoside (97),
emodin-8-O-glucoside (98), physcion-8-O-glucoside (99), uncinoside A (100),
uncinoside B (101), and 8-methyleugenitol (102).
acyltransferases in S. moellendorfﬁi hints that a specialized BAHD
acyltransferase for tamariscina ester A (84) biosynthesis exists in
Selaginella species.
Selaginella also contains a number of rare phenolic natu-
ral products (85–89; Lin et al., 1994; Bi et al., 2004; Zheng
et al., 2004b; Feng et al., 2009), apparently derived from general
phenylpropanoids via regiospeciﬁc modiﬁcations (Figure 6B).
Neolloydosin (85) is a 1-acetophenone-derived diglycoside.
Notably, the same 1-acetophenone moiety of neolloydosin (85)
also resides in a previously discussed lignan (59; Figure 4D). Com-
pounds 86 and 87, typiﬁed by an α-keto group in the 3-carbon
side chain, are most likely biosynthesized from hydroxycinnamyl
alcohols via regiospeciﬁc hydration followed by oxidation of the
oleﬁnic 3-carbon side chain.
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Compounds 88 and 89 are hydroquinone natural products.
Notably, arbutin (88) was previously identiﬁed in members of the
Ericaceae family (heathers) as well as in pear (Grisdale and Towers,
1960). In Pyrus L. (pear), feeding of radioactive tracers sug-
gests that arbutin (88) derives from the general phenylpropanoid
pathway (Grisdale and Towers, 1960).
Three coumarins, 90–92, were identiﬁed from several
Selaginella species (Figure 6C; Chen and Yu, 1986; Bi et al.,
2004; Liu et al., 2010). In ﬂowering plants, the coumarin
backbone is biosynthesized from phenylpropanoid precursors
through aromatic ring o-hydroxylation followed by facile lac-
tonization (Kai et al., 2008). The presence of coumarins not
only in Selaginella but also in bryophytes (Scher et al., 2004)
suggests that coumarin biosynthesis may be ancient, and there-
fore, widely distributed in land plants. It is worth mentioning
that isopimpinellin (92), an anticarcinogenic furanocoumarin
found in S. moellendorfﬁi (Chen and Yu, 1986), was pre-
viously reported to be sporadically distributed in ﬂowering
plants, including citrus, sweet potato, and members of the
Umbelliferae, alternatively Apiaceae (carrot and parsley) fam-
ily (Minamikawa et al., 1963; Gopälakrishna et al., 1977; Kleiner
et al., 2002). In Umbelliferae, isopimpinellin (92) is metabo-
lized from umbelliferone (90) through seven enzymatic steps,
including 6-prenylation, oxidation-mediated furan formation,
and regiospeciﬁc aromatic ring hydroxylations followed by two O-
methylation reactions (Larbat et al., 2007, 2009). Based upon gene
comparisons, Selaginella lacks obvious homologs of the CYP71-
family P450s as well as the OMT required for isopimpinellin
biosynthesis in Queen Anne’s lace (Ammi majus), implying that
the elaborated isopimpinellin biosynthetic pathway may have
emerged independently through convergent and/or parallel evo-
lution in Selaginella and ﬂowering plants (Hehmann et al., 2004;
Banks et al., 2011).
Seven anthraquinones (93–99) and three chromones (100–
102) were identiﬁed in Selaginella (Ma et al., 2003; Yang et al.,
2011; Figure 6D). Naturally occurring anthraquinones were pre-
viously reported inmultiple families of ﬂowering plants, including
Aloeaceae (Demian and Gripshover, 1989), Hypericaceae (Karp-
pinen et al., 2008), Rhamnaceae (van den Berg and Labadie, 1984),
and Rubiaceae (Burnett and Thomson, 1968), as well as in a num-
ber of fungal species, such as A. nidulans (Chiang et al., 2010) and
a endophytic fungus isolated from Hypericum perforatum (Kusari
et al., 2008).
Chromones, which are structurally related to anthraquinones,
were foundnot only in ﬂowering plants notably inAloeaceae (Hut-
ter et al., 1996), Umbelliferae (Gui et al., 2011), and Cunoniaceae
(Tschesche et al., 1979) species, but also in a lichen fungal symbiont
Lecanora rupicola (Fox and Huneck, 1969). Unlike the biosynthe-
sis of anthraquinones in fungi, where the octaketide backbone
is generated by iterative type I PKSs (Chiang et al., 2010), plants
employ much simpler and convergently-derived type III PKSs to
synthesize similar polyketide-based skeletons (Austin et al., 2004).
In Aloe arborescens, two highly similar type III PKSs (>90% pro-
tein sequence identity) exhibit distinct biochemical functions as
octaketide synthase (OKS) and pentaketide chromone synthase
(PCS) en route to anthraquinone and chromone biosynthesis,
respectively (Abe and Morita, 2010; Figure 2B). Mechanistically,
a single residue polymorphism, which modulates the volume
of the active site available to the polyketide elongation and
cyclization reactions, directs the polyketide chain length selec-
tion of Aloe arborescens OKS and PCS (Morita et al., 2007).
Moreover, functional OKSs were also identiﬁed in H. perfo-
ratum, although they are not closely related to A. arborescens
OKS (Bais et al., 2003; Karppinen et al., 2008) again suggestive
of parallel evolution from a more distantly related type III PKS
ancestor.
Selaginella also lacks a clear homolog of angiosperm OKSs and
PCSs, suggesting the occurrences of anthraquinone and chromone
biosynthesis in plants and fungi are highly polyphyletic. It is
worth mentioning that the three chromones (100–102) isolated
from Selaginella also carry the unusual 6- and 8-carbon methyl
groups, reminiscent of the two C-methylations on the equiv-
alent aromatic ring carbons of α-tocopherol (DellaPenna and
Pogson, 2006). The specialized C-methyltransferases involved
in chromone biosynthesis in Selaginella may be evolutionarily
related to the 2-methyl-6-phytylplastoquinol methyltransferase
and the γ-tocopherol methyltransferase critical to plant vitamin E
biosynthesis (DellaPenna and Pogson, 2006).
ALKALOIDS
Alkaloids are nitrogen-containing natural products widely dis-
tributed in nature (Roberts and Wink, 1998). This class of spe-
cialized compounds often exhibit signiﬁcant pharmacological and
psychoactive effects and are widely used as medicines and mood
modulators (Facchini, 2001). Five N-methyltyramine-derived
phenolic alkaloids were reported in S. doederleinii (103–107; Chao
et al., 1987, 1990; Lin et al., 1991; Figure 7A). The ﬁrst committed
step for N-methyltyramine biosynthesis from tyrosine to tyra-
mine is catalyzed by tyrosine decarboxylase, gene homologs of
which can be found in the S. moellendorfﬁi and P. patens genomes
(Kawalleck et al., 1993). It was shown that hordenine (103), a com-
pound ﬁrst discovered in barley, is biosynthesized by the step-wise
N-methylation of tyramine in barley, although genes encoding
speciﬁc tyramine N-methyltransferases are yet to be identiﬁed
(Mann and Mudd, 1963).
Three hydroxycinnamoyl polyamine alkaloids were isolated
from S. moellendorfﬁi (108–110), two of which were previ-
ously reported in angiosperm species (Figure 7B). Paucine
(108) is found in Nicotiana species acting as a stress-inducible
metabolite (Mizukasi et al., 1971; Onkokesung et al., 2011), and
N1-cis-p-coumaroylagmatine (110) is found in the nyctinastic
plant Albizia julibrissin and plays a role as a leaf-opening signal
(Ueda et al., 1997).
The biosynthesis of hydroxycinnamoyl polyamines in ﬂow-
ering plants requires specialized acyltransferases that shift the
hydroxycinnamoyl moiety from a hydroxycinnamoyl-CoA to dis-
tinct acyl acceptor polyamines (Burhenne et al., 2003; Muroi
et al., 2009; Onkokesung et al., 2011). Interestingly, two acyl-
transferases, belonging to different phylogenetic clades of the
BAHD family (Banks et al., 2011), are found in Arabidopsis and
barley, respectively, that, in a parallel fashion, result in the
same biochemical outcome. Both encode functional p-coumaroyl-
CoA:agmatine N1-p-coumaroyltransferases involved in N1-trans-
p-coumaroylagmatine biosynthesis (Burhenne et al., 2003; Muroi
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FIGURE 7 | Alkaloids identified from Selaginella. (A) N -methyltyramine
derivatives: hordenine (103), hordenine-O-α-rhamnopyranoside (104),
N -methyltyramine-O-α-rhamnopyranoside (105), hordenine-O-
[(6-O-cinnamoyl)-O-β-glucopyranosyl]-α-rhamnopyranoside (106),
hordenine-O-[(6-O-p-coumaroyl)-O-β-glucopyranosyl]-α-rhamnopy
ranoside (107). (B) Hydroxycinnamoyl polyamine alkaloids:
paucine (108), paucine 3′-β-D-glucopyranoside (109), N1-cis-p-cou
maroylagmatine (110).
et al., 2009). Selaginella lacks homologous systems for any of the
known angiosperm polyamine N-hydroxycinnamoyltransferases,
and, presumably exploits highly divergent acyltransferases or an
analogous biosynthetic system to catalyze the same reactions. The
accumulation of the cis-isomer of p-coumaroylagmatine in S.
moellendorfﬁi and A. julibrissin further implies the existence of
p-coumaroyl trans–cis isomerases in these species. This type of
trans–cis isomerase is currently an undeﬁned biosynthetic activ-
ity, which is also suggested to be critical in the biosynthesis
of cis-coumarinic acid-β-D-glucoside in Melilotus alba (Stoker,
1964).
TERPENOIDS
Terpenoids, alternatively isoprenoids, possess hydrocarbon cores
originating with the linkage of 5-carbon isoprene units (Rus-
sell and Cohn, 2012). As a compound class, terpenoids exist
in all three domains of life (Gershenzon and Dudareva, 2007).
In many organisms, terpenoids are biosynthesized using the
mevalonic acid (MVA) pathway, while in plant plastids and
many organisms in the bacteria domain, terpenoids are also
biosynthesized using the 2-C-methyl-D-erythritol 4-phosphate/1-
deoxy-D-xylulose 5-phosphate (MEP/DXP) pathway (Kuzuyama,
2002). In plants, extended terpenoids, including carotenoids
(eight isoprene units – 40-carbons) and steroids (six iso-
prene units – 30-carbons), are often associated with primary
metabolism, whereas an enormous diversity of terpenoids syn-
thesized by plants are categorized as specialized metabolites
(Chen et al., 2011).
Two monoterpenes (two isoprene units – 10-carbons –
111, 112) and ﬁve sesquiterpenes (three isoprene units – 15-
carbons – 113–117) have been found in Selaginella (Hui et al.,
2005; Wang et al., 2011; Li et al., 2012; Figures 8A,B) and
other plant lineages. Monoterpenes and sesquiterpenes con-
stitute an important class of volatile, semi-volatile, and non-
volatile hydrocarbon and biosynthetically elaborated compounds
produced by plants. These chemicals serve as important mod-
ulators of interspecies interactions including attraction of polli-
nators and seed dispersers as well as chemical defenses against
pathogens and herbivores (Dudareva et al., 2004). Since Selaginella
does not reproduce through ﬂowers and seeds, the biological
roles of monoterpenes and sesquiterpenes of Selaginella remain
unresolved.
In seed plants, monoterpenes and sesquiterpenes are biosyn-
thesized from geranyl pyrophosphate (10-carbon – GPP) and
farnesyl pyrophosphate (15-carbon – FPP), respectively, through
the catalytic action of monoterpene and sesquiterpene synthases,
respectively. Phylogenetic analyses of plant terpene synthases
(TPSs), including mono-, sesqui-, and diterpene synthases,
suggest that the monoterpene and sesquiterpene synthases are
evolutionarily derived from the more conserved diterpene (20-
carbon) synthases (Bohlmann et al., 1998). It was recently
reported that the S. moellendorfﬁi genome encodes 66 TPSs,
among which, 18 TPSs are homologous to the canonical
plant diterpene synthase genes (Banks et al., 2011; Li et al.,
2012).
Paradoxically, the remaining 48 TPSs share little sequence
similarity to plant TPSs, and, are in fact, more closely related
to bacterial TPS genes (Li et al., 2012). The bacterial TPSs are
structurally related to the α-domain of plant TPSs despite a
lack of sequence similarity (Li et al., 2012). Functional analy-
ses of the Selaginella bacterial-like TPSs further demonstrated
that 6 of the 48 bacterial-like TPSs act as monoterpene and
sesquiterpene synthases in vitro with varying levels of catalytic
promiscuity. To date, the functionally characterized TPSs pro-
duce terpenes matching those emitted from Selaginella plants
(Li et al., 2012). This genomic discovery illustrates a remarkable
case of parallel origins of monoterpene and sesquiterpene biosyn-
thesis in terrestrial plants. Lycophytes, such as S. moellendorfﬁi,
appear to have recruited an ancestral bacterial-type TPS via hori-
zontal gene transfer, and, through gene duplication followed by
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FIGURE 8 |Terpenoids identified from Selaginella. (A) Monoterpenes:
linalool (111), (4Z,6E )-2,7-dimethyl-8-hydroxyocta-4,6-dienoic acid
8-O-β-D-glucopyranoside (112). (B) Sesquiterpenes: cedrol (113), (+)-(3S)
-nerolidol (114), (+)-germacrene D (115), (−)-β-elemene (116), β-ses
quiphellandrene (117). (C) Diterpenes: gibberellin A4 (118), gibberellin A24
(119), ent -copalyl diphosphate (120), miltiradiene (121), λ-7,13e-dien-15-ol
(122). (D)Triterpenes: β-sitosterol (123), β-daucosterin (124),
pulvinatadione (125), 3β,16〈-dihydroxy-5〈,17β-cholestan-21
-carboxylic acid (126), 3β-acetoxy-16〈-hydroxy-5α, 17β-cholestan-
21-carboxylic acid (127), 3β-(3-hydroxybutyroxy)-16α-hydroxy-5α,
17β-cholestan-21-carboxylic acid (128), glycyrrhetinic acid (129),
friedelin (130).
neofunctionalization, these newly acquired biosynthetic activi-
ties exploited the catalytic landscape of this unique TPS clade
(Li et al., 2012).
Diterpene gibberellins (GAs) are a family of 20-carbon tetra-
cyclic diterpenoids, which function as phytohormones regulating
many aspects of plant growth and development (Yamaguchi,
2008). Bioactive GA4 (118) and GA24 (119) were identiﬁed
in S. moellendorfﬁi as the major GA species (Hirano et al.,
2007; Figure 8C). This observation is consistent with subse-
quent phylogenetic analyses suggesting that the early steps of
GA biosynthesis from geranylgeranyl (20-carbon) pyrophosphate
(GGPP) to GA12 are conserved in Selaginella, ferns and seed
plants (Banks et al., 2011). Among the 18 canonical diterpene
synthase-like genes identiﬁed in the S. moellendorfﬁi genome,
four have been biochemically characterized. Two, SmTPS9 and
SmTPS10, exhibit monofunctional diterpene synthase activities,
converting GGPP to ent-copalyl diphosphate (120; Li et al., 2012).
SmMDS and SmCPSKSL1 are bifunctional diterpene synthases
that produce miltiradiene (121) and λ-7,13E-dien-15-ol (122),
respectively, from GGPP (Mafu et al., 2011; Sugai et al., 2011;
Figure 8C).
Eight triterpenes (six isoprene units – 123–130) have been
isolated from Selaginella species (Tan et al., 2004; Gao et al.,
2007; Yang et al., 2010; Figure 8D). Tetracyclic pulvinata-
dione (125), ﬁrst reported in S. pulvinata (Tan et al., 2004),
is likely metabolized from the more widely distributed β-
sitosterol (123; De-Eknamkul and Potduang, 2003). Tetra-
cyclic sterols 126–128 have been isolated from S. tamariscina
(Gao et al., 2007).
The pentacyclic glycyrrhetinic acid (129) was isolated from
S. delicatula (Yang et al., 2010). Glycyrrhetinic acid (129) is
the aglycone core of glycyrrhizin, an economically impor-
tant sweet-tasting compound originally isolated from licorice
(Seki et al., 2011). The biosynthesis of glycyrrhetinic acid
(129) in licorice requires two specialized cytochrome P450s
belonging to the CYP72 and CYP88 families. Each catalyzes
regiospeciﬁc oxidation reactions of the triterpene β-amyrin
core (Seki et al., 2011). As no obvious homolog of either
of these enzymes is found in the S. moellendorfﬁi genome,
the equivalent biochemical activities likely emerged indepen-
dently as homologous or analogous enzymes in the Selaginella
genus through parallel or convergent evolution, respectively.
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The pentacyclic friedelin (130) was also identiﬁed from S. del-
icatula (Yang et al., 2010). Mechanistically, friedelin (130) is a
remarkably rearranged pentacyclic triterpene originating from a
proton-activated oxidosqualene catalytic intermediate bound in
the active site of an oxidosqualene cyclase. The unusual pentacyclic
structure results from the concerted rearrangement of carboca-
tionic catalytic states (Kurti et al., 2008). Recently, a specialized
oxidosqualene cyclase capable of converting oxidosqualene to
friedelin (130) was identiﬁed in Kalanchoe daigremontiana (Wang
et al., 2010b). While S. delicatula produces friedelin (130), the
S. moellendorfﬁi genome does not contain obvious homologs
encoding to the K. daigremontiana enzyme, again suggesting that
the equivalent biochemical activity likely emerged independently,
through either parallel or convergent means in the Selaginella
genus.
INDEPENDENT RADIATION OF SPECIALIZED METABOLIC
ENZYME FAMILIES
The recent availability of the whole-genome sequence of the
bryophyte P. patens and now the lycophyte S. moellendorfﬁi ﬁlls
critical gaps in our genome-level understanding of the molecu-
lar evolution and radiation of the green plant lineage. Together
with previous genomes of seed plants and algae, these newly avail-
able genomic resources greatly accelerate our ability to carry out
genome-wide comparisons of gene families spanning the entire
green plant lineage (Bowman et al., 2007). Large-scale phyloge-
netic analyses of several enzyme families deeply rooted in plant
specialized metabolism, e.g., the cytochrome P450s, BAHD acyl-
transferases, TPSs, OMTs, polyphenol oxidases, and glycosyltrans-
ferases (GTs), reveal a consistent evolutionary progression. This
trend suggests that ancestral vascular plants probably contained
a relatively small biochemical repertoire of catalytic machineries,
which then underwent extensive lineage-speciﬁc, and often inde-
pendent expansion in lycopodiophytes and euphyllophytes (Banks
et al., 2011; Weng et al., 2011; Harholt et al., 2012; Li et al., 2012;
Tran et al., 2012).
Unexpectedly, the resultant rich chemical diversity in lycopo-
diophytes, as evidenced from metabolite isolation across the
Selaginella genus, rivals that for developmentally more com-
plex species in the seed plant lineages. Since lycopodiophytes
and euphyllophytes have co-existed on earth for the last 400
million years, often occupying similar global habitats, highly
similar metabolic traits, represented by chemicals of specialized
metabolism, repeatedly emerged in the two lineages through par-
allel and convergent evolution possibly prompted by overlapping
selective pressures. This ancestral enzyme independence is likely
more common than previously thought. Using a combination of
computational, structural, genomic, metabolomic, and biochem-
ical tools, we are now able to piece together a fascinating example
of independent adaptive strategies for survival and ﬁtness at the
molecular, organismal, and ecological levels driving phenotypic
convergence in the evolutionarily diverse green plant lineage.
FUTURE PERSPECTIVES
Our expanding understanding of chemodiversity in the Selaginella
genus, a genus that parted ways with the more well-studied
seed plants 400 million years ago, sets the stage for uncover-
ing the divergent and convergent restraints governing enzyme
and metabolic evolution over deﬁned time periods. Moreover,
by combining this information with knowledge of the chem-
ical and ecological restraints shaping plant adaptation to the
biotic and abiotic factors impinging on ecosystems, we can
learn from the past and look forward to a future where we can
more predictably enhance plant adaptation in the face of global
climate change. A systems-level approach that integrates mul-
tiple pieces of information, including transcriptomic data and
metabolomic proﬁles of specialized metabolites across different
tissue types of a single Selaginella species or related Selaginella
species inhabiting disparate natural environments, will accelerate
candidate gene identiﬁcations responsible for particularmetabolic
traits.
Currently, in vitro biochemistry and transgenic expression of
Selaginella genes in model plants, such as Arabidopsis and rice,
have been the primary approaches for functional characterization
of Selaginella enzymes. The development of effective transforma-
tion techniques in Selaginella species that allow gene knock-in,
knock-out, and knock-down will move Selaginella from a ref-
erence genus to model species. These developments will afford
rapid elucidation of the genetic basis of specialized metabolism
in Selaginella, and by comparison to other members of the green
plant lineage, amore comprehensive and predictive understanding
of plant chemoadaptation.
Comparative biochemical and structural analyses of
functionally analogous and homologous enzymes of indepen-
dent origins in Selaginella and higher plants will also illuminate
mechanistic restraints that guide similar or disparate mutational
trajectories ultimately intersecting on nearly identical metabolic
outcomes. This type of information will generally enrich our
understanding of the emergence and ongoing evolution of new
and existing catalytic strategies in nature through divergent,
parallel and convergent evolution of sessile organisms so depen-
dent on chemodiversity as a response to a myriad of global
ecologies. It is not too early to predict that by understanding
the chemical strategies used by plants to adapt to environ-
mental challenges, we will provide predictable and sustainable
tools for engineering more productive crops, for accelerating
drug discovery and for generating biorenewable chemicals and
fuels.
ACKNOWLEDGMENTS
This work was supported by the National Science Foundation
under award numbers EEC-0813570 and MCB-0645794 to Joseph
P. Noel. Jing-Ke Weng is supported by a postdoctoral fellowship
from the Pioneer Foundation. Joseph P. Noel is an investigator
with the Howard Hughes Medical Institute.
REFERENCES
Abe, I., and Morita, H. (2010). Struc-
ture and function of the chalcone
synthase superfamily of plant type III
polyketide synthases. Nat. Prod. Rep.
27, 809–838.
Austin, M. B., Izumikawa, M., Bow-
man, M. E., Udwary, D. W., Ferrer,
J. L., Moore, B. S., et al. (2004).
Crystal structure of a bacterial type
III polyketide synthase and enzy-
matic control of reactive polyketide
intermediates. J. Biol. Chem. 279,
45162–45174.
Austin, M. B., and Noel, J. P. (2003).
The chalcone synthase superfamily of
www.frontiersin.org May 2013 | Volume 4 | Article 119 | 13
“fpls-04-00119” — 2013/5/16 — 10:21 — page 14 — #14
Weng and Noel Chemodiversity in Selaginella
type III polyketide synthases. Nat.
Prod. Rep. 20, 79–110.
Bais, H. P., Vepachedu, R., Lawrence,
C. B., Stermitz, F. R., and Vivanco,
J. M. (2003). Molecular and bio-
chemical characterization of an
enzyme responsible for the forma-
tion of hypericin in St. John’s wort
(Hypericum perforatum L.). J. Biol.
Chem. 278, 32413–32422.
Banks, J. A. (2009). Selaginella and 400
million years of separation. Annu.
Rev. Plant Biol. 60, 223–238.
Banks, J. A. Nishiyama, T. Hasebe,
M. Bowman, J. L. Gribskov, M.
dePamphilis, C., et al. (2011). The
Selaginella genome identiﬁes genetic
changes associated with the evolu-
tion of vascular plants. Science 332,
960–963.
Berner, R. A. (1993). Paleozoic atmo-
spheric CO2: importance of solar
radiation and plant evolution. Science
261, 68–70.
Berner, R. A., Petsch, S. T., Lake, J. A.,
Beerling, D. J., Popp, B. N., Lane, R.
S., et al. (2000). Isotope fractionation
and atmospheric oxygen: implica-
tions for phanerozoic O2 evolution.
Science 287, 1630–1633.
Bi, Y. F., Zheng, X. K., Feng, W. S.,
and Shi, S. P. (2004). Isolation and
structural identiﬁcation of chem-
ical constituents from Selaginella
tamariscina (Beauv.) Spring. Yao Xue
Xue Bao 39, 41–45.
Bohlmann, J., Meyer-Gauen, G.,
and Croteau, R. (1998). Plant
terpenoid synthases: molecular
biology and phylogenetic analysis.
Proc. Natl. Acad. Sci. U.S.A. 95,
4126–4133.
Bomati, E. K., Austin, M. B., Bow-
man, M. E., Dixon, R. A., and Noel,
J. P. (2005). Structural elucidation
of chalcone reductase and implica-
tions for deoxychalcone biosynthe-
sis. J. Biol. Chem. 280, 30496–
30503.
Bowman, J. L., Floyd, S. K., and
Sakakibara, K. (2007). Green genes
– comparative genomics of the
green branch of life. Cell 129,
229–234.
Brugliera, F., Barri-Rewell, G., Holton,
T. A., and Mason, J. G. (1999).
Isolation and characterization of a
ﬂavonoid 3′-hydroxylase cDNA clone
corresponding to the Ht1 locus
of Petunia hybrida. Plant J. 19,
441–451.
Burhenne, K., Kristensen, B. K., and
Rasmussen, S. K. (2003). A new class
of N-hydroxycinnamoyltransferases.
Puriﬁcation, cloning, and expression
of a barley agmatine coumaroyltrans-
ferase (EC 2.3.1.64). J. Biol. Chem.
278, 13919–13927.
Burnett, A. R., and Thomson, R.
H. (1968). Naturally occurring
quinones. Part XIII. Anthraquinones
and related naphthalenic compounds
in Galium spp. and in Aspe-
rula odorata. J. Chem. Soc. C,
854–857.
Cao, Y., Chen, J. J., Tan, N. H., Oberer,
L.,Wagner, T.,Wu,Y. P., et al. (2010a).
Antimicrobial selaginellin derivatives
from Selaginella pulvinata. Bioorg.
Med. Chem. Lett. 20, 2456–2460.
Cao, Y., Chen, J. J., Tan, N. H., Wu, Y. P.,
Yang, J., andWang,Q. (2010b). Struc-
ture determination of selaginellins
G and H from Selaginella pulvinata
by NMR spectroscopy. Magn. Reson.
Chem. 48, 656–659.
Cao, Y., Tan, N. H., Chen, J. J.,
Zeng, G. Z., Ma, Y. B., Wu, Y. P.,
et al. (2009). Bioactive ﬂavones and
biﬂavones from Selaginella moellen-
dorfﬁi Hieron. Fitoterapia 81, 253–
258.
Cao, Y., Wu, Y., Zhou, X., Qian,
F., Fan, H., and Wang, Q.
(2012). Simultaneous determination
of selaginellins and biﬂavones in
Selaginella tamariscina and S. pulv-
inata by HPLC. Zhongguo Zhong Yao
Za Zhi 37, 1254–1258.
Chao, L. R., Seguin, E., Skaltsounis,
A.-L., Tillequin, F., and Koch, M.
(1990). Synthesis of the glycoalka-
loids of Selaginella doederleinii and
structure revision of one of them. J.
Nat. Prod. 53, 882–893.
Chao, L. R., Seguin, E., Tillequin,
F. O., and Koch, M. (1987). New
alkaloid glycosides from Selaginella
doederleinii. J. Nat. Prod. 50,
422–426.
Chen, D., and Yu, J. (1986). Analysis
on the chemical constituents of jiang-
nanjuanbai (Selaginellamoellendorfﬁi
Hieron). Chin. Tradit. Herb. Drugs
17, 4.
Chen, F., Tholl, D., Bohlmann, J., and
Pichersky, E. (2011). The family of
terpene synthases in plants: a mid-
size family of genes for specialized
metabolism that is highly diversiﬁed
throughout the kingdom. Plant J. 66,
212–229.
Cheng, X. L., Ma, S. C., Yu, J. D.,
Yang, S. Y., Xiao, X. Y., Hu, J.
Y., et al. (2008). Selaginellin A and
B, two novel natural pigments iso-
lated from Selaginella tamariscina.
Chem. Pharm. Bull. (Tokyo) 56,
982–984.
Chiang, Y. M., Szewczyk, E., David-
son, A. D., Entwistle, R., Keller, N.
P., Wang, C. C., et al. (2010). Char-
acterization of the Aspergillus nidu-
lans monodictyphenone gene cluster.
Appl. Environ. Microbiol. 76, 2067–
2074.
Croteau, R., Ketchum, R. E., Long,
R. M., Kaspera, R., and Wildung,
M. R. (2006). Taxol biosynthesis and
molecular genetics. Phytochem. Rev.
5, 75–97.
D’Auria, J. C. (2006). Acyltransferases
in plants: a good time to be BAHD.
Curr. Opin. Plant Biol. 9, 331–340.
D’Auria, J. C., and Gershenzon, J.
(2005). The secondary metabolism
of Arabidopsis thaliana: growing like
a weed. Curr. Opin. Plant Biol. 8,
308–316.
De-Eknamkul, W., and Potduang,
B. (2003). Biosynthesis of beta-
sitosterol and stigmasterol in Croton
sublyratus proceeds via a mixed ori-
gin of isoprene units. Phytochemistry
62, 389–398.
DellaPenna,D., andPogson, B. J. (2006).
Vitamin synthesis in plants: toco-
pherols and carotenoids. Annu. Rev.
Plant Biol. 57, 711–738.
De Luca,V., Salim,V.,Atsumi, S.M., and
Yu, F. (2012). Mining the biodiversity
of plants: a revolution in the making.
Science 336, 1658–1661.
Demian, I., and Gripshover, D. F.
(1989). Enantiomeric purity deter-
mination of 3-aminoquinuclidine
by diastereomeric derivatization and
high-performance liquid chromato-
graphic separation. J. Chromatogr.
466, 415–420.
Dong, F., Yang, Z., Baldermann, S.,
Kajitani, Y., Ota, S., Kasuga, H.,
et al. (2012). Characterization of
L-phenylalanine metabolism to ace-
tophenone and 1-phenylethanol in
the ﬂowers of Camellia sinensis using
stable isotope labeling. J. Plant Phys-
iol. 169, 217–225.
Dudareva, N., Pichersky, E., and Ger-
shenzon, J. (2004). Biochemistry of
plant volatiles. Plant Physiol. 135,
1893–1902.
Facchini, P. J. (2001). Alkaloid biosyn-
thesis in plants: biochemistry, cell
biology, molecular regulation, and
metabolic engineering applications.
Annu. Rev. Plant. Physiol. Plant. Mol.
Biol. 52, 29–66.
Facchini, P. J., and De Luca, V.
(2008). Opium poppy and Mada-
gascar periwinkle: model non-
model systems to investigate alkaloid
biosynthesis in plants. Plant J. 54,
763–784.
Feng, W. S., Chen, H., and Zheng,
X. K. (2008). Chemical constituents
of Selaginella sinensis. Chin. Tradit.
Herb. Drugs 39, 654–656.
Feng, W. S., Chen, H., Zheng, X.
K., Wang, Y. Z., Gao, L., and Li,
H. W. (2009). Two new secolig-
nans from Selaginella sinensis (Desv.)
Spring. J. Asian Nat. Prod. Res. 11,
658–662.
Fox, C. H., and Huneck, S. (1969). The
formation of roccellic acid, eugeni-
tol, eugenetin, and rupicolon by the
mycobiont Lecanora rupicola. Phyto-
chemistry 8, 1301–1304.
Gao, L. L., Yin, S. L., Li, Z. L., Sha,
Y., Pei, Y. H., Shi, G., et al. (2007).
Three novel sterols isolated from
Selaginella tamariscina with antipro-
liferative activity in leukemia cells.
Planta Med. 73, 1112–1115.
Gaucher, G. M., and Shepherd, M.
G. (1968). Isolation of orsellinic
acid synthase. Biochem. Biophys. Res.
Commun. 32, 664–671.
Gershenzon, J., and Dudareva, N.
(2007). The function of terpene natu-
ral products in thenaturalworld.Nat.
Chem. Biol. 3, 408–414.
Gopälakrishna, E. M., Watson, W.
H., Bittner, M., and Silva, M.
(1977). Isopimpinellin, a fura-
nocoumarin. J. Cryst. Mol. Struct. 7,
107–114.
Grisdale, S. K., and Towers, G. H.
N. (1960). Biosynthesis of arbutin
from some phenylpropanoid com-
pounds in Pyrus communis. Nature
188, 1130–1131.
Grotewold, E. (2006). The Science of
Flavonoids. New York: Springer Sci-
ence + Business Media.
Gui,Y., Tsao, R., Li, L., Liu, C. M.,Wang,
J., and Zong, X. (2011). Prepar-
ative separation of chromones in
plant extract of Saposhnikovia divar-
icata by high-performance counter-
current chromatography. J Sep. Sci.
34, 520–526.
Harholt, J., Sorensen, I., Fangel, J.,
Roberts, A., Willats, W. G., Scheller,
H.V., et al. (2012). The glycosyltrans-
ferase repertoire of the spikemoss
Selaginella moellendorfﬁi and a com-
parative study of its cell wall. PLoS
ONE 7:e35846. doi: 10.1371/jour-
nal.pone.0035846
Hassan, S., and Mathesius, U. (2012).
The role of ﬂavonoids in root-
rhizosphere signalling: opportunities
and challenges for improving plant-
microbe interactions. J. Exp. Bot. 63,
3429–3444.
Hehmann, M., Lukacin, R., Ekiert,
H., and Matern, U. (2004). Fura-
nocoumarin biosynthesis in Ammi
majus L. Cloning of bergaptol O-
methyltransferase. Eur. J. Biochem.
271, 932–940.
Hirano, K., Nakajima, M., Asano,
K., Nishiyama, T., Sakakibara, H.,
Kojima, M., et al. (2007). The
GID1-mediated gibberellin percep-
tion mechanism is conserved in
the Lycophyte Selaginella moellen-
dorfﬁi but not in the bryophyte
Physcomitrella patens. Plant Cell 19,
3058–3079.
Frontiers in Plant Science | Plant Evolution and Development May 2013 | Volume 4 | Article 119 | 14
“fpls-04-00119” — 2013/5/16 — 10:21 — page 15 — #15
Weng and Noel Chemodiversity in Selaginella
Hui, R. H., Hou, D. Y., Li, T. C., Guo, H.,
and Liu, X. Y. (2005). Study on ter-
pene constituents of Herba Selaginel-
lae from Qianshan. J. Anshan Norm.
Univ. 7, 31–32.
Hutter, J. A., Salman, M., Stavinoha,
W. B., Satsangi, N., Williams, R. F.,
Streeper, R. T., et al. (1996). Anti-
inﬂammatory C-glucosyl chromone
from Aloe barbadensis. J. Nat. Prod.
59, 541–543.
Kai, K., Mizutani, M., Kawamura, N.,
Yamamoto, R., Tamai, M., Yam-
aguchi, H., et al. (2008). Scopo-
letin is biosynthesized via ortho-
hydroxylation of feruloyl CoA by a 2-
oxoglutarate-dependent dioxygenase
in Arabidopsis thaliana. Plant J. 55,
989–999.
Kang, D. G., Yin, M. H., Oh, H., Lee, D.
H., and Lee, H. S. (2004). Vasorelax-
ation by amentoﬂavone isolated from
Selaginella tamariscina. Planta Med.
70, 718–722.
Karppinen, K., Hokkanen, J., Mattila,
S., Neubauer, P., and Hohtola, A.
(2008). Octaketide-producing type
III polyketide synthase from Hyper-
icum perforatum is expressed in
dark glands accumulating hypericins.
FEBS J. 275, 4329–4342.
Kavitha, J., Gopalaiah, K., Rajasekhar,
D., and Subbaraju, G. V. (2003).
Juspurpurin, an unusual secolignan
glycoside from Justicia purpurea. J.
Nat. Prod. 66, 1113–1115.
Kawalleck, P., Keller, H., Hahlbrock,
K., Scheel, D., and Somssich, I.
E. (1993). A pathogen-responsive
gene of parsley encodes tyrosine
decarboxylase. J. Biol. Chem. 268,
2189–2194.
Kim, B. G., Lee, Y., Hur, H. G., Lim,
Y., and Ahn, J. H. (2006). Flavonoid
3′-O-methyltransferase from rice:
cDNA cloning, characterization and
functional expression. Phytochem-
istry 67, 387–394.
Kleiner, H. E., Vulimiri, S. V., Starost,
M. F., Reed, M. J., and DiGio-
vanni, J. (2002). Oral admin-
istration of the citrus coumarin,
isopimpinellin, blocks DNA adduct
formation and skin tumor initiation
by 7,12-dimethylbenz[a]anthracene
in SENCAR mice. Carcinogenesis 23,
1667–1675.
Klempien, A., Kaminaga, Y., Qualley, A.,
Nagegowda, D. A., Widhalm, J. R.,
Orlova, I., et al. (2012). Contribution
of CoA ligases to benzenoid biosyn-
thesis in petunia ﬂowers. Plant Cell
24, 2015–2030.
Kurti, L., Chein, R. J., and Corey, E.
J. (2008). Conformational energetics
of cationic backbone rearrangements
in triterpenoid biosynthesis provide
an insight into enzymatic control of
product. J. Am. Chem. Soc. 130,
9031–9036.
Kusari, S., Lamshoft, M., Zuhlke, S., and
Spiteller, M. (2008). An endophytic
fungus from Hypericum perforatum
that produces hypericin. J. Nat. Prod.
71, 159–162.
Kuzuyama, T. (2002). Mevalonate
and nonmevalonate pathways for
the biosynthesis of isoprene units.
Biosci. Biotechnol. Biochem. 66,
1619–1627.
Larbat, R., Hehn, A., Hans, J., Schnei-
der, S., Jugde, H., Schneider, B., et al.
(2009). Isolation and functional char-
acterization of CYP71AJ4 encoding
for the ﬁrst P450 monooxygenase of
angular furanocoumarin biosynthe-
sis. J. Biol. Chem. 284, 4776–4785.
Larbat, R., Kellner, S., Specker, S.,
Hehn, A., Gontier, E., Hans, J.,
et al. (2007). Molecular cloning and
functional characterization of pso-
ralen synthase, the ﬁrst committed
monooxygenase of furanocoumarin
biosynthesis. J. Biol. Chem. 282, 542–
554.
Lee, H. S., Oh, W. K., Kim, B. Y., Ahn,
S. C., Kang, D. O., Shin, D. I., et al.
(1996). Inhibition of phospholipase
C gamma 1 activity by amentoﬂavone
isolated from Selaginella tamariscina.
Planta Med. 62, 293–296.
Lee, J., Choi, Y., Woo, E. R., and Lee, D.
G. (2009). Isocryptomerin, a novel
membrane-active antifungal com-
pound from Selaginella tamariscina.
Biochem. Biophys. Res. Commun. 379,
676–680.
Lee, N. Y., Min, H. Y., Lee, J., Nam, J. W.,
Lee, Y. J., Han, A. R., et al. (2008).
Identiﬁcation of a new cytotoxic
biﬂavanone from Selaginella doeder-
leinii. Chem. Pharm. Bull. (Tokyo) 56,
1360–1361.
Leonard, E.,Yan,Y., Lim,K.H., andKof-
fas,M.A. (2005). Investigation of two
distinct ﬂavone synthases for plant-
speciﬁc ﬂavone biosynthesis in Sac-
charomyces cerevisiae. Appl. Environ.
Microbiol. 71, 8241–8248.
Li, G., Köllner, T. G., Yin, Y., Jiang,
Y., Chen, H., Xu, Y., et al. (2012).
Nonseed plant Selaginella moellen-
dorfﬁi has both seed plant and
microbial types of terpene synthases.
Proc. Natl. Acad. Sci. U.S.A. 109,
14711–14715.
Lin, L. C., Kuo, Y. C., and Chou, C. J.
(2000). Cytotoxic biﬂavonoids from
Selaginella delicatula. J. Nat. Prod. 63,
627–630.
Lin, R. C., Peyroux, J., Seguin, E., and
Koch, M. (1991). Hypertensive effect
of glycosidic derivatives of hordenine
isolated from Selaginella doederleinii
Hieron and structural analogues in
rats. Phytother. Res. 5, 188–190.
Lin, R. C., Skaltsounis, A. L., Seguin, E.,
Tillequin, F., and Koch, M. (1994).
Phenolic constituents of Selaginella
doederleinii. Planta Med. 60, 168–
170.
Little, D. P.,Moran, R. C., Brenner, E. D.,
and Stevenson, D.W. (2007). Nuclear
genome size in Selaginella. Genome
50, 351–356.
Liu, J. F., Xu, K. P., Li, F. S., Shen,
J., Hu, C. P., Zou, H., et al. (2010).
A new ﬂavonoid from Selaginella
tamariscina (Beauv.) Spring. Chem.
Pharm. Bull. (Tokyo) 58, 549–551.
Ma, L. Y., Ma, S. C., Wei, F., Lin,
R. C., But, P. P., Lee, S. H., et al.
(2003). Uncinoside A and B, two new
antiviral chromone glycosides from
Selaginella uncinata. Chem. Pharm.
Bull. (Tokyo) 51, 1264–1267.
Ma, S. C., But, P. P., Ooi, V. E.,
He, Y. H., Lee, S. H., Lee, S. F.,
et al. (2001). Antiviral amentoﬂavone
from Selaginella sinensis. Biol. Pharm.
Bull. 24, 311–312.
Mafu, S., Hillwig, M. L., and Peters, R. J.
(2011). A novel labda-7,13e-dien-15-
ol-producing bifunctional diterpene
synthase from Selaginella moellen-
dorfﬁi. Chembiochem 12, 1984–1987.
Manfroi, J., Jasper, A., Guerra-
Sommer, M., and Uhl, D. (2012).
Sub-arborescent lycophytes in coal-
bearing strata from the Artinskian
(Early Permian/Cisuralian) of the
Santa Catarina coalﬁeld (Paraná
Basin, SC, Brazil). Rev. Bras. Paleon-
tol. 15, 135–140.
Mann, J. D., and Mudd, S. H. (1963).
Alkaloids and plant metabolism: IV.
The tyramine methylpherase of bar-
ley roots. J. Biol. Chem. 238,
381–385.
Maxwell, C. A., Hartwig, U. A., Joseph,
C. M., and Phillips, D. A. (1989). A
chalcone and two related ﬂavonoids
released from alfalfa roots induce nod
genes of Rhizobium meliloti. Plant
Physiol. 91, 842–847.
Minamikawa, T., Akazawa, T., and Uri-
tani, I. (1963). Analytical study of
umbelliferone and scopoletin synthe-
sis in sweet potato roots infected by
Ceratocystis ﬁmbriata. Plant Physiol.
38, 493–497.
Mizukasi, S., Tanabe, Y., Noguchi,
M., and Tamaki, E. (1971). p-
Coumaroylputrescine, caffeoylpu-
trescine and feruloylputrescine from
callus tissue culture of Nicotiana
tabacum. Phytochemistry 10, 1347–
1350.
Monache, F. D., and Compagnone, R. S.
(1996). A secolignan from Peperomia
glabella. Phytochemistry 43, 1097–
1098.
Morita, H., Kondo, S., Oguro, S.,
Noguchi, H., Sugio, S., Abe, I., et al.
(2007). Structural insight into chain-
length control and product speciﬁcity
of pentaketide chromone synthase
fromAloe arborescens. Chem. Biol. 14,
359–369.
Muroi, A., Ishihara, A., Tanaka,
C., Ishizuka, A., Takabayashi, J.,
Miyoshi, H., et al. (2009). Accumu-
lation of hydroxycinnamic acid
amides induced by pathogen
infection and identiﬁcation of
agmatine coumaroyltransferase
in Arabidopsis thaliana. Planta 230,
517–527.
Onkokesung, N., Gaquerel, E., Kotkar,
H., Kaur, H., Baldwin, I. T., and Galis,
I. (2011). MYB8 controls inducible
phenolamide levels by activating
three novel hydroxycinnamoyl-
coenzyme A:polyamine transferases
in Nicotiana attenuata. Plant Physiol.
158, 389–407.
Pan, K. Y., Lin, J. L., and Chen,
J. S. (2001). Severe reversible bone
marrow suppression induced by
Selaginella doederleinii. J. Toxicol.
Clin. Toxicol. 39, 637–639.
Pan, W. L., Tan, N. H., Zeng, G. Z.,
Zhang, Y. M., and Jia, R. R. (2005).
Amentoﬂavone and its derivatives as
novel natural inhibitors of human
cathepsin B. Bioorg. Med. Chem. 13,
5819–5825.
Pohl, M., Lingen, B., and Muller,
M. (2002). Thiamin-diphosphate-
dependent enzymes: new aspects of
asymmetric C–C bond formation.
Chemistry 8, 5288–5295.
Pryer, K. M., Schuettpelz, E., Wolf, P.
G., Schneider, H., Smith, A. R., and
Cranﬁll, R. (2004). Phylogeny and
evolution of ferns (monilophytes)
with a focus on the early leptospo-
rangiate divergences. Am. J. Bot. 91,
1582–1598.
Qualley, A. V., Widhalm, J. R.,
Adebesin, F., Kish, C. M., and
Dudareva, N. (2012). Completion of
the core beta-oxidative pathway of
benzoic acid biosynthesis in plants.
Proc. Natl. Acad. Sci. U.S.A. 109,
16383–16388.
Ralph, J., Lundquist, K., Brunow,
G., Lu, F., Kim, H., Schatz, P.
F., et al. (2004). Lignins: natural
polymers from oxidative coupling of
4-hydroxyphenyl-propanoids. Phy-
tochem. Rev. 3, 29–60.
Roberts, M. F., and Wink, M. (1998).
Alkaloids: Biochemistry, Ecology, and
Medicinal Applications. New York:
Plenum Press.
Romeo, J. T. (2004). Secondary
Metabolism in Model Systems. Ams-
terdam: Elsevier.
Russell, J., and Cohn, R. (2012). Ter-
penoid. Stoughton, WI: Book on
Demand.
www.frontiersin.org May 2013 | Volume 4 | Article 119 | 15
“fpls-04-00119” — 2013/5/16 — 10:21 — page 16 — #16
Weng and Noel Chemodiversity in Selaginella
Sah, N. K., Singh, S. N. P., Sahdev,
S., Banerji, S., Jha, V., Khan, Z.,
et al. (2005). Indian herb ‘Sanjeevani’
(Selaginella bryopteris), can promote
growth andprotect against heat shock
and apoptotic activities of ultra vio-
let and oxidative stress. J. Biosci. 30,
499–505.
Sanchez, J. F., Chiang, Y. M., Szewczyk,
E., Davidson, A. D., Ahuja, M., Eliza-
beth Oakley, C., et al. (2010). Molec-
ular genetic analysis of the orsellinic
acid/F9775 gene cluster of Aspergillus
nidulans. Mol. Biosyst. 6, 587–593.
Scher, J. M., Speakman, J. B., Zapp,
J., and Becker, H. (2004). Bioactivity
guided isolation of antifungal com-
pounds from the liverwort Bazzania
trilobata (L.) S.F. Gray. Phytochem-
istry 65, 2583–2588.
Schroeckh,V., Scherlach, K.,Nutzmann,
H. W., Shelest, E., Schmidt-Heck,
W., Schuemann, J., et al. (2009).
Intimate bacterial–fungal interaction
triggers biosynthesis of archetypal
polyketides in Aspergillus nidulans.
Proc. Natl. Acad. Sci. U.S.A. 106,
14558–14563.
Seki, H., Sawai, S., Ohyama, K., Mizu-
tani, M., Ohnishi, T., Sudo, H.,
et al. (2011). Triterpene functional
genomics in licorice for identiﬁca-
tion of CYP72A154 involved in the
biosynthesis of glycyrrhizin. Plant
Cell 23, 4112–4123.
Setyawan, A. D. (2011). Review: natu-
ral products from genus Selaginella
(Selaginellaceae). Nus. Biosci. 3, 44–
58.
Shi, S.-P., Wang, Y.-Z., Zheng, X.-K.,
Feng, W.-S., and Tu, P.-F. (2012).
Chemotaxonomic signiﬁcance and
biosynthesis of selaginellin from
Selaginella tamariscina. Biochem.
Syst. Ecol. 45, 151–154.
Silva, G. L., Chai, H., Gupta, M. P.,
Farnsworth, N. R., Cordell, G. A.,
Pezzuto, J. M., et al. (1995). Cyto-
toxic biﬂavonoids from Selaginella
willdenowii. Phytochemistry 40,
129–134.
Stewart, W. N., and Rothwell, G. W.
(1993). Paleobotany and the Evolution
of Plants, 2nd Edn. New York: Cam-
bridge University Press.
Stoker, J. R. (1964). The biosynthe-
sis of coumarin in Melilotus alba.
Biochem. Biophys. Res. Commun. 14,
17–20.
Sugai,Y., Ueno,Y., Hayashi, K., Oogami,
S., Toyomasu, T.,Matsumoto, S., et al.
(2011). Enzymatic (13)C labeling and
multidimensional NMR analysis of
miltiradiene synthesized by bifunc-
tional diterpene cyclase in Selaginella
moellendorfﬁi. J. Biol. Chem. 286,
42840–42847.
Sun, C. M., Syu, W. J., Huang, Y. T.,
Chen, C. C., and Ou, J. C. (1997).
Selective cytotoxicity of ginkgetin
from Selaginellamoellendorfﬁi. J. Nat.
Prod. 60, 382–384.
Tan, G. S., Chen, L. Z., Xu, K. P.,
Zheng, Q. C., Xu, Z., Huang, Z. H.,
et al. (2004). Study on the chemical
constituents of Selaginella pulvinata
Maxim. Chin. J. Org. Chem. 24,
1082–1085.
Tan, G. S., Xu, K. P., Li, F. S., Wang,
C. J., Li, T. Y., Hu, C. P., et al.
(2009). Selaginellin C, a new natural
pigment from Selaginella pulvinata
Maxim (Hook et Grev.). J. Asian Nat.
Prod. Res. 11, 1001–1004.
Tang, S., Bremner, P., Kortenkamp, A.,
Schlage, C., Gray, A. I., Gibbons, S.,
et al. (2003). Biﬂavonoids with cyto-
toxic and antibacterial activity from
Ochna macrocalyx. Planta Med. 69,
247–253.
Thapa, A., Woo, E. R., Chi, E. Y.,
Sharoar, M. G., Jin, H. G., Shin, S. Y.,
et al. (2011). Biﬂavonoids are supe-
rior to monoﬂavonoids in inhibiting
amyloid-β toxicity and ﬁbrillogen-
esis via accumulation of nontoxic
oligomer-like structures. Biochem-
istry 50, 2445–2455.
Towers, G. H. N., and Gibbs, R. D.
(1953). Lignin chemistry and the tax-
onomy of higher plants. Nature 172,
25–26.
Tran, L. T., Taylor, J. S., and Con-
stabel, C. P. (2012). The polyphe-
nol oxidase gene family in land
plants: lineage-speciﬁc duplication
and expansion. BMC Genomics
13:395. doi: 10.1186/1471-2164-13-
395.
Tschesche, R., Delhvi, S., Sepulveda, S.,
and Breitmaier, E. (1979). Eucryphin,
a new chromone rhamnoside from
the bark of Eucryphia cordifolia. Phy-
tochemistry 18, 867–869.
Ueda, M., Tashiro, C., and Yamamura,
S. (1997). cis-p-Coumaroylagmatine,
the genuine leaf-opening substance
of a nyctinastic plant, Albizia julib-
rissin Durazz. Tetrahedron Lett. 38,
3253–3256.
Umezawa, T. (2003). Diversity in lig-
nan biosynthesis. Phytochem. Rev. 2,
371–390.
van den Berg, A. J., and Labadie, R. P.
(1984). Anthraquinones, anthrones
and dianthrones in callus cultures
of Rhamnus frangula and Rham-
nus purshiana. Planta Med. 50,
449–451.
Van Moerkercke, A., Schauvinhold, I.,
Pichersky, E., Haring, M. A., and
Schuurink, R. C. (2009). A plant thi-
olase involved in benzoic acid biosyn-
thesis and volatile benzenoid produc-
tion. Plant J. 60, 292–302.
Wang, C. J., Hu, C. P., Xu, K. P., Yuan,
Q., Li, F. S., Zou, H., et al. (2009).
Protective effect of selaginellin on
glutamate-induced cytotoxicity and
apoptosis in differentiated PC12 cells.
Naunyn. Schmiedebergs Arch. Phar-
macol. 381, 73–81.
Wang, H. S., Sun, L., Wang, Y. H.,
Shi, Y. N., Tang, G. H., Zhao, F.
W., et al. (2011). Carboxymethyl
ﬂavonoids and a monoterpene glu-
coside from Selaginellamoellendorfﬁi.
Arch. Pharm. Res. 34, 1283–1288.
Wang,W.,Yan, X. G., Duan, L. X., Zhou,
Y., Tang, L., Wang, Y. Q., et al. (2008).
Two new secolignans from the roots
of Urtica mairei Levl. Chin. Chem.
Lett. 19, 1212–1214.
Wang, Y. H., Sun, Q. Y., Yang, F. M.,
Long, C. L., Zhao, F. W., Tang, G.
H., et al. (2010a). Neolignans and
caffeoyl derivatives from Selaginella
moellendorfﬁi. Helv. Chim. Acta 93,
2467–2477.
Wang, Z., Yeats, T., Han, H., and Jetter,
R. (2010b). Cloning and characteri-
zation of oxidosqualene cyclases from
Kalanchoe daigremontiana: enzymes
catalyzing up to 10 rearrangement
steps yielding friedelin and other
triterpenoids. J. Biol. Chem. 285,
29703–29712.
Weng, J. K., Akiyama, T., Bonawitz,
N. D., Li, X., Ralph, J., and Chap-
ple, C. (2010). Convergent evo-
lution of syringyl lignin biosyn-
thesis via distinct pathways in the
lycophyte Selaginella and ﬂowering
plants. Plant Cell 22, 1033–1045.
Weng, J. K., Akiyama, T., Ralph,
J., and Chapple, C. (2011). Inde-
pendent recruitment of an O-
methyltransferase for syringyl lignin
biosynthesis in Selaginella moellen-
dorfﬁi. Plant Cell 23, 2708–2724.
Weng, J. K., andChapple, C. (2010). The
origin and evolution of lignin biosyn-
thesis. New Phytol. 187, 273–285.
Weng, J. K., Li, X., Stout, J., and Chap-
ple, C. (2008). Independent origins
of syringyl lignin in vascular plants.
Proc. Natl. Acad. Sci. U.S.A. 105,
7887–7892.
Weng, J. K., Philippe, R. N., and Noel, J.
P. (2012). The rise of chemodiversity
in plants. Science 336, 1667–1670.
Wikstrom, N., Savolainen, V., and
Chase,M.W. (2001). Evolution of the
angiosperms: calibrating the family
tree. Proc. Biol. Sci. 268, 2211–2220.
Winkel-Shirley, B. (2001). Flavonoid
biosynthesis. A colorful model for
genetics, biochemistry, cell biology,
and biotechnology. Plant Physiol.
126, 485–493.
Wu, B., and Wang, J. (2011). Phenolic
compounds from Selaginellamoellen-
dorﬁi. Chem. Biodivers. 8, 1735–1747.
Xu, K. P., Zou, H., Li, F. S., Xiang,
H. L., Zou, Z. X., Long, H. P., et al.
(2011a). Two new selaginellin deriva-
tives from Selaginella tamariscina
(Beauv.) Spring. J. Asian Nat. Prod.
Res. 13, 356–360.
Xu, K. P., Zou, H., Liu, G. R., Long,
H. P., Li, J., Li, F. S., et al. (2011b).
Selaginellin M, a new selaginellin
derivative from Selaginella pulvinata.
J. Asian. Nat. Prod. Res. 13, 1051–
1055.
Xu, K. P., Zou, H., Tan, Q., Li, F. S.,
Liu, J. F., Xiang, H. L., et al. (2011c).
Selaginellins I and J, two new alkynyl
phenols, from Selaginella tamariscina
(Beauv.) Spring. J. Asian Nat. Prod.
Res. 13, 93–96.
Yamaguchi, L. F., and Kato, M. J.
(2012). Diurnal and seasonal changes
in biﬂavonoids biosynthesis in Arau-
caria angustifolia needles. Glob. J.
Biochem. 3, 1–7.
Yamaguchi, S. (2008). Gibberellin
metabolism and its regulation. Annu.
Rev. Plant Biol. 59, 225–251.
Yang, F., Xu, K. P., Li, F. S., Shen,
J., Zou, H., and Tan, G. S. (2010).
Chemical constituents of Selaginella
delicatula. Central South Pharm. 8,
496–499.
Yang, F., Xu, K. P., Shen, J., Li,
F. S., Zou, H., Zhou, M. C.,
et al. (2011). Anthraquinones and
Biﬂavonoids from Selaginella deli-
catula. Chem. Nat. Compd. 47,
627–629.
Yang, S.-Z., and Flaws, B. (1998). The
Divine Farmer’s Material Medica: A
Translation of the Shen Nong Ben Cao
Jing, 1st Edn. Boulder, CO: Blue
Poppy Press.
Yobi, A., Wone, B. W., Xu, W., Alexan-
der, D. C., Guo, L., Ryals, J. A., et al.
(2012). Comparative metabolic pro-
ﬁling between desiccation-sensitive
and desiccation-tolerant species of
Selaginella reveals insights into the
resurrection trait. Plant J. doi:
10.1111/tpj.12008 [Epub ahead of
print].
Zhang, G. G., Jing, Y., Zhang, H. M.,
Ma, E. L., Guan, J., Xue, F. N., et al.
(2012a). Isolation and cytotoxic
activity of selaginellin derivatives
and biﬂavonoids from Selaginella
tamariscina. Planta Med. 78,
390–392.
Zhang, J. and Kumar, S. (1997).
Detection of convergent and par-
allel evolution at the amino acid
sequence level. Mol. Biol. Evol. 14,
527–536.
Zhang, L. P., Liang, Y. M., Wei, X.
C., and Cheng, D. L. (2007). A
new unusual natural pigment from
Selaginella sinensis and its noticeable
physicochemical properties. J. Org.
Chem. 72, 3921–3924.
Zhang, Y. X., Li, Q. Y., Yan, L.
L., and Shi, Y. (2011). Structural
characterization and identiﬁcation of
biﬂavones in Selaginella tamariscina
Frontiers in Plant Science | Plant Evolution and Development May 2013 | Volume 4 | Article 119 | 16
“fpls-04-00119” — 2013/5/16 — 10:21 — page 17 — #17
Weng and Noel Chemodiversity in Selaginella
by liquid chromatography-diode-
array detection/electrospray ioniza-
tion tandem mass spectrometry.
Rapid Commun. Mass Spectrom. 25,
2173–2186.
Zhang, W. F., Xu, Y. Y., Xu, K.
P., Wu, W. H., Tan, G. S., Li,
Y. J., et al. (2012b). Inhibitory
effect of selaginellin on high glucose-
induced apoptosis in differentiated
PC12 cells: role of NADPH oxidase
and LOX-1. Eur. J. Pharmacol. 694,
60–68.
Zheng, J. X., Wang, N. L., Liu, H. W.,
Chen, H. F., Li, M. M., Wu, L. Y.,
et al. (2008). Four new biﬂavonoids
from Selaginella uncinata and their
anti-anoxic effect. J. Asian. Nat. Prod.
Res. 10, 945–952.
Zheng, J. X., Zheng, Y., Zhi, H., Dai, Y.,
Wang, N. L., Fang, Y. X., et al. (2011).
New 3′,8′′-linked biﬂavonoids
from Selaginella uncinata display-
ing protective effect against anoxia.
Molecules 16, 6206–6214.
Zheng, X. K., Shi, S. P., Bi, Y. F., and
Feng, W. S. (2004a). Flavonoids from
Selaginella tamariscina. Chin. Tradit.
Herb. Drugs 35, 742–743.
Zheng, X. K., Bi, Y. F., Feng, W. S.,
Shi, S. P., Wang, J. F., and Niu, J. Z.
(2004b). Study on the chemical con-
stituents of Selaginella tamariscina
(Beauv.) Spring. Yao Xue Xue Bao 39,
266–268.
Zheng, X. K., Shi, S. P., Bi, Y. F., Feng,W.
S., Wang, J. F., and Niu, J. Z. (2004c).
The isolation and identiﬁcation of
a new lignanoside from Selaginella
tamariscina (Beauv.) Spring. Yao Xue
Xue Bao 39, 719–721.
Zhu, T. M., Chen, K. L., and Zhou,
W. B. (2008). A new ﬂavone gly-
coside from Selaginella moellendorf-
ﬁi Hieron. Chin. Chem. Lett. 19,
1456–1458.
Conflict of Interest Statement: The
authors declare that the research was
conducted in the absence of any com-
mercial or ﬁnancial relationships that
could be construed as a potential con-
ﬂict of interest.
Received: 17 January 2013; accepted: 16
April 2013; published online: 10 May
2013.
Citation: Weng J-K and Noel JP (2013)
Chemodiversity in Selaginella: a refer-
ence system for parallel and convergent
metabolic evolution in terrestrial plants.
Front. Plant Sci. 4:119. doi: 10.3389/
fpls.2013.00119
This article was submitted to Fron-
tiers in Plant Evolution and Develop-
ment, a specialty of Frontiers in Plant
Science.
Copyright © 2013Weng and Noel. This is
an open-access article distributed under
the terms of the Creative Commons
Attribution License, which permits use,
distribution and reproduction in other
forums, provided the original authors and
source are credited and subject to any
copyright notices concerning any third-
party graphics etc.
www.frontiersin.org May 2013 | Volume 4 | Article 119 | 17
